Figure S1 Comparison between PhaSepDB and PMLO-related proteins (A. L. Darling et al.). related to Figure 2B
The detail program parameters and annotation resources used in Figure 1B .
The analysis was conducted on Linux operating system with corresponding packages. Note that online server of ESpritz, PLAAC and CIDER should produce identical results.
Type
Program/database Note
Posttranslational modifications (PTMs)
PhosphoSitePlus (1) Acetylation, methylation, SUMOylation and phosphorylation sites of each proteins were retrieved directly form the PhosphoSitePlus online website (https://www.phosphosite.org/staticDownloads).
Secondary structure and domain annotation
UniProt (2) The secondary structure annotations were extracted form the UniProt database using the text format . In detail, in the FT (Feature Table) 
